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REMARKS 
Claims 48, 49, 57 and 58 have been canceled. 

Claim 40 lias been amended so that SEQ ID NO's 30 & 33 no longer appear in the 
language of the claim. Reference to percent identify now refers to the full length "of" a nucleic 
acid sequence selected from the group. In addition, the function or eliciting an immune response 
now refers to proteins having specific SBQ ID NO's as opposed to referring to "naturally 
occurring canine or feline B7-2 proteins." Support for such a function can be found in the 
specification, for example, on page 10, lines 7-28, page 26, lines 14-23, and page 30, lines 3-20. 
With regard to T-ccIl proliferation, the language has been altered so that T-ccll proliferation now 
occurs in conjunction with engagement of a T cell receptor with a major histocompatabiltty 
molecule eomplexed with a peptide. Support for such language can be found in die 
spcciriciuion, for example, on page 1, lines 20-24. Finally, part (b) now specifies the sequence 
be "fully" complementary. 

Claim 41 has been amended to remove language referring to naturally occurring B7-2 
proteins, Tn addition, (he claim now specifies nucleic acid molecules 95% identical to SKQ ID 
NO:33, nucleic acid molecules encoding a protein 95% identical to SKQ ID NO:34 and nucleic 
acid molecules comprising the sequence of SliQ ID NO:30. The Claim also now specifies the 
function of eliciting an immune response or stimulating T-ccll proliferation. With regard to T- 
cell proliferation, the language has been altered so that T-colI proliferation now occurs in 
conjunction with engagement of a T cell receptor with a major histocompatability molecule 
complcxcd with ^ peptide. Finally, part (b) now specifics the sequence be "fully" 
complementary. 

Claim 42 has been amended so that SEQ ID NO's 30 & 33 no longer appear in the 
language of the claim. Part (d) now specifies the sequence be "fully" complementary. 

Claim 43 has been amended so that SEQ ID NO's 6, 9, 1 6 7 19, 25 and 28 no longer 
appear in the language of the claim, Part (b) now specifies the sequence be "fully" 
complementary. 

Claim 44 has been amended to include nucleic acid molecules fully complimentary to 
those already described by the claim. In addition, the function of eliciting an immune response 
now refers to proteins having specific SEQ ID NO's as opposed to referring to "naturally 
occurring canine or feline B7-2 proteins." With regard to T-celJ proliferation, (he language has 
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been altered so that T-coll proliferation now occurs in conjunction with engagement of u T cell 
receptor with a major histocompatibility molecule complexcd with a peptide, 

Claim 45 hart been amended so that SEQ ID NO's 3 1 & 34 no longer appear in the 
language of the claim. 

Claim 46 has been amended so that it no longer refers to allelic variants, The claim now 
specifies (he nucleic add molecules encode proteins having the specified amino acid sequences. 

Claim 47 has been re-drafted to clarify the language of the claim, In addition, reference 
to SEQ TD NO's 30 & 33 has been removed from the claim. Also, the length of the fragments 
has been changed to "greater than about 50 nucleotides". Support for such fragments can be 
found in the specification, for example, on page 16, lines 24-30. Finally, the claim now also 
refers to nucleic acid molecules fully complementary to the already specified SEQ ID NO's. 

Claim 50 has been amended to read "as specified in any one of" when referring to 
Claims 40-47. 

Claim 5 1 has been amended so that SEQ IP NOV 30 & 33 no longer appear in the 
language of the claim. In addition, reference to naturally occurring 1*7-2 proleins has been 
removed from the claim. Also, reference to percent identify now refers to the full length "of" a 
nucleic acid sequence selected from the group, Finally, functional language, identical to that 
listed for example in Claim 40, has been added to the claim. 

Claim 52 has been amended so that SEQ ID NO's 3 1 & 34 no longer appear in the 
language of the claim. 

Claim 53, has been amended so thai: SEQ ID NO's 30 & 33 no longer appear in the 
language of the claim. 

Claim 54 has been amended so that SEQ ID NO's 31 & 34 no longer appear in the 
language of the claim. 

Claim 55 has been amended to remove reference to allelic variants and naturally 
occurring B7-2 proteins. The claim now specifics a method to produce a protein using the 
nucleic acid molecule of Claim 41 . 

Claim 56 has been amended so that SEQ ID NO's 30 & 33 no longer appear in the 
language of the claim, Also, the length of the fragments has been changed to "greater than About 
50 nucleotides". 

Claims 59-61 have been amended to correct improper multiple dependencies, 
Specifically, the Claims now refer to "any one of" Claims 40-47. 
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Claim Obj ections 

With respect to tlie improper dependencies noted by ihe llxaminer, Applicants note 
Claim 57 lias been canceled. Additionally, Claims 46, 50, 55 and 59-61 have been amended to 
either remove or correct the multiple dependency language, 

Willi respect to Claim 43, the wayward period has been dealt with and should no longer 
present a problem. 

Rej eel i ons U nder 35 I.T.S.C* §1 12, second paragra ph 

The Examiner has rejected Claim 43 for lack of antecedent basis for SEQ ID NO's 
encoding non-soluble B7-2 proteins, since Chum 41 , from which Claim 43 depends, requires the 
nucleic acid molecules encode a soluble B7-2 protein. Applicants note Chum 41 has been 
amended to remove the requirement that the encoded proteins be soluble. 

The Examiner has also rejected Claims 53, 54 and 55 for referring to the method of 
Claim 50, when in fact, Chum 50 is to composition, Applicants nole the dependency in Claims 
■53-55 has been changed so these claims now depend from Claim 51 which specifies a method. 

Reje ctions Under 35 U.S.C. St 12 second paragraph 

The Examiner has rejected Claims 40-46, 50-55 and 59-61 for lack of written description 
and lack of enablement, Specifically, the Examiner states some claims to nucleic acid molecules 
about 95% identical to reference molecules lack a functional description and therefore have not 
been adequately described or enabled. In addition, there is not adequate written description or 
enablement for allelic variants or "natu rally occurring canine or feline B7-2 proteins." 

Applicants note that functional language has been added to claims, in particular 
Claims 5 1-52, specifying nucleic acids about 95% identical to reference sequences. In addition, 
although Applicams believe the use of the term "allelic variant" is supported in the specification, 
ail reference to allelic variants have been removed from the claim set. Likewise* although 
Applicants believe "naturally occurring canine and feline B7-2 proteins" are adequately 
described and enabled in the specification, in order to expedite prosecution, Applicants have 
replaced all such language in the claims with language that references a particular SBQ ID NO> 
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Reje ctions Under 35 IT .S.C S§ 1 02 and 103 

The Exaniincr has rejected Claims 40, 44, 46-52 and 55-61 as being anticipated by 
Collisson suiting that Collisson is available as a reference as of May 1, 1998, Collisson teaches 
SBQ ID NO:5, a nucleic acid sequence encoding a feline B7-2 protein, that is 98% identical lo 
the coding region of instant SBQ ID NO:28 and 95% identical to instant SEQ TD NO:26. 

Applicants note that SEQ ID NO's 1 -29 were disclosed on April 17, 1 998, prior to 
Collisions filing date of May 1, 1998. It is only SEQ ID NO's 31-35 that were disclosed on 
March 19, 1999 which is after Collisions priority date, Applicants note that the Claims have 
been amended so that SEQ ID NO's 3 1-35 are not claimed in the same claim as SEQ TD NO's 1- 
29. For example, Claim 40 now lists only SEQ IT) NO's 6, 9, 16, I9 f 25 and 28 and therefore 
should be accorded a priority date of April 17, 199S which is earlier than Collissons priority date. 
With respect to SEQ ID NO's 30-35, Claim 41 claims nucleic acid sequences at least about 95% 
identical lo SBQ ID NO;33 and amino acid sequences 95% identical to SEQ ID NO:34. 
Applicants note that Collisson cannot be considered prior art to these sequences for the following 
reasons. 

There are two forms of lhoB7-2 protein, a full length form, which contains a 
transmembrane domain, and a soluble form lacking the transmembrane domain. The soluble 
form of the B7-2 protein is encoded by a nucleic acid molecule created by alternative splicing of 
the cDNA encoding the full-length form. SEQ ID NO:5 disclosed by Collisson is (he sequence 
of the gene encoding the full-length form of the feline B7-2 i>rotein. Instant SEQ ID NO:33 
encode*; the soluble form of the feline B7-2 protein and therefore lacks the sequences encoding 
the transmembrane domain winch are present in SEQ ID NO:5, Collisson discloses no such 
sequence. As a result of its lacking I he transmembrane domain coding region, SEQ ID NO;33 
shares less than 95% identity with SEQ ID NO:5 of Collisson, Below is an alignment of SEQ ID 
NO:33 with the corresponding region of SEQ ID NO:5. This alignment demonstrates these two 
sequences share, at best, 69% identity: 
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Please Site: Pearson, W.R., Wood, T,> Zhang, Z., and Miller, W> (1997) 
Comparison o/DNA sequences with protein sequences, Genomics 46: 24-36 

>_ f:!LN5 509 rlt vs. 

K_ GIN33 359 nt 

scoring matrix: , gap penalties: -12/-2 
69,0?, idont,i tyt Global alignment score: 1056 

10 20 30 40 50 60 

SIN05 ATACAAGGT'r^CC<:AGAACCTAAGGAGATGTATTa" l TCAGCTAAACACTGAGAATTCAACT 
::::::::: I t i ; i ::: i : ; 

S IN3 3 ATACAAGGXXACCCAG A ACCTAAGGAGATGTATTTTCAGCTAAACACTGAGAATTCAACT 
10 20 30 40 50 60 

70 80 90 100 110 120 

ACTAAGTATGATACTGTCATGAAGAAATGa'CAAAATAATGTGACAGAACTGTACAACCri' 

ACTAAOj T ATG AT AC TGTC ATG A AGAA ATCTCAAAATAATGTGACAGAACTGTAC AACGTT 
70 SO 90 100 110 120 

130 140 150 160 170 180 

SIN 05 'CCTATCAGCITGCCrrTTTCAGTCCCTGAAGCACACAATGTGAGCGTCTTTTGTGCCCTG 



SIN3 3 TCTAlX , AGC'j: , TGCCaTTTTCAGTCCCTGAAGCACAGAATGTGAGCGT<: , X , T , X 1, X , Gl l GCCC , I t G 
130 140 150 160 170 ISO 

150 200 210 220 230 240 

STN05 AAACTGGAGACAC'rGGAC^A'rCiOTGC'rCTCCCTACCTTTCAATATAGATGCACAACCTAAG 



3 AAACTGGAGAOACTGGAGATGCTGCTCTCCCTACCTTTCAATATAGA - - 

190 200 210 220 

250 260 270 280 290 300 

S TNG 5 GATAAAGACGCTGAACAAGGCCACTTCCTCTGGATTGCGGCTGTACTTGT'AATGl'T'J'G'rT 



SIN 05 
£J1N3 3 



310 320 330 340 350 360 

S I W0 5 Gl'l'Tl'TTGlXSGGATGGTGTCCTTTAAAACACTAAGGAAJWVGGAAGAAGAAGCAGCCTGGC 



370 380 390 400 410 420 

SIN0S CCCTCTCATGAATGTGAAACCATCAAAAGGGAGAGAAAAGAGAGCAAACAGACCAACGAA 



$ :j, N3 3 ~ - - • A ACZCATC AAA AGGGAGAGAAAAGAGAGCAAAC AGACCAACGAA 

230 240 250 260 270 
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430 440 450 460 470 480 

fiJNOS AOAGTAGCATACCACGTACCTGAGAGATCTOATCAAGCCCAGTGTOWAACATTTTGAAG 

AGAGTACCATACCACGTACCTGAGAGATCTGATCAAGCCCAGTGTAT r rAACATTTTGAAG 
280 290 300 310 320 330 

490 !500 
ACAdCCTCAGGGGACAAAAATCAGTAGG-A 

£»IN3 3 ACAGCCT CAGGCGACAAAAGT-ACTACACA 
340 350 



With respect to SEQ I D NO:30, Applicants note (hat Claim 41 now claims a nucleic acid 
sequence coin prising the sequence of SEQ ID NO:30. Alignment of SEQ 3D NO:30 wUb ihc 
corresponding region of Coll mom SEQ ID NO:5 (shown below) demonstrates that these 
sequences are not 100% identical but, due sequence variation at their 3 1 ends, are instead 9B.4% 
identical 

align Results 

Plcn.se site: Pearson, W.R., Wood, T. f Zhang, Z, and Miller, VK (1997) 
Comparison of DNA sequences with protein sequences, Genomics 46: 24-36 

SXN5 509 nt VS. 

SIN 3 0 509 nt 

scoring luatrix: , gap penalties: -12/-2 
D B , d ^ ictencity; Global alignment score: 1966 

1.0 30 30 40 50 €0 

AlACAAGGTTAC CC AG AACCTAAGG AG ATGTATT'I'TCAGC TAAACACTG AG AATTC A ACT 



£3 X N 3 0 AT AC A AG GT TAG CCAG AACCTAAGGAOATGTATTTTC AGC TAAACACTGAG AATTC A ACT 
10 20 30 40 50 60 

70 80 00 100 110 120 

GINO'j ACTAAGTATGATACTGU'CA'lX^AAGAAATCTCAAAATAATGTGACAGAACTCTACAAOG'rT 



. d i IN3 0 ACTAAGTATGATACTQTCATGAAGAAATC r l l CAAAATAATGTGACAGAAGTGTACAACGq?T 
70 80 90 100 13,0 120 

130 140 150 160 170 180 

SCN05 TC'l'ATCAGCT'rGCCTTrrTCAGTCCCTGAAGCACACAATGTGAGCGTCTTT'rG'rGCCC'rG 



SL'mO TC'J , ATCAGCTTGCC f i i ri^ 1 l , OAGTCCCTGAAGCACACAATGTGAGCGTCTT'rTGa , GCCCTG 
130 140 ISO ISO 170 100 

190 200 210 220 230 240 

SI NO 5 AAAC'rGGAGACACTGGAGATGCTGCTGTCCCTACCTTTCAATATAGATGCACAACCTAAG 



SIN3 0 AAAC TG GAG A C AC TO GAG A*T GC ' L'G C 'TC TC C C TAC C TT TCAAT AT AG ATG C AC AAC C 1 l A AG 
190 200 210 220 230 240 
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250 260 270 28G 290 300 

S INO 5 GATAAAOACCCTGJUVCAAGGCC 

S IN3 0 CATAAAGACCCTGAACAAGGCCACTTCCTCTGGATTGCGGCTGT ACTTGTAATGTTTGTT 
250 260 270 280 290 300 

310 320 330 340 3DQ 360 

ST.N05 GTTTTTTGTGGGATOGTG^CCTTT^ 

SIN 3 0 GTTTTTTGTCGO A'KKVrOTOCTTTAAAAC ACTAAGGAAAAGGA A OA AGAAGCAGCCTGGO 
310 320 330 340 350 360 

370 380 390 400 410 420 

S INO 5 CCCTCTCATGAATGTCA AACC ATCAAAAGGGAGAGA A AAGAGAGCAAACAOACC AACGAA 

*3 XN3 0 CCCTCTCATGAATGTGA AACCATCAAAAGGGAG AGAAAAGAGAGCAAACAGACCAACGAA 
370 3B0 390 400 410 420 

430 440 450 460 470 480 

SIN05 AGAOTACCATACC^CGTACCTGAGAGATCTGAl'GAAGCCCAGTGTGTa'AACATTTTGAAG 

ft IN 3 0 AGAOT ACCAT ACCACGTACCTGAGAGATCTGATC^AAGCCCAGTGTATTAACATTTTGAAG 
430 440 450 460 470 48Q 

490 500 
SXNO 5 ACAGCCTCAGGGGACAAAAA^C AOTAGG-A 

0 ACAGCCTCAGGCGACAAA AGT-ACTACACA 
490 500 

Similar result (Q7>6% identity) are seen if the corresponding protein sequence* (SEQ TD NO:6 
iind SEQ ID NO:3 1 ) are aligned. 

Hnsect on the alignments shown above, Applicants believe that Collision cannot be 
considered prior art for the current claims set. 
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C ONCLUSION 

lo light of the amendments and remarks above, Applicants request the withdrawal of all 
rejections and solicit an allowance of the newly submitted claims. The Examiner is invited to 
contact the undersigned should any issues remain. 

Respectfully submitted, 



Dated: October 17, 2003 By; 

Registration No, 50,668 
llcska Corporation 
1613 Prospect Parkway 
Port Collins, Colorado 80525 
Telephone: (970) 493-7272 
Facsimile: (970)401-9976 




RECEIVED . 
Mi mi fax G&mm 

OCT 2 0 2003 
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